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SEQUENCE LISTING 



<110> Collins, Mary- 
Dona 1 ds on , Debr a 
Fitz, Lora 
Neben , Tamlyn 
Whitters, Matthew 
Wood, Clive 
Wills-Karp, Marsha 
Genetics Institute, Inc. 
Johns Hopkins University 

<120> Cytokine Receptor Chain 

<130> GI 5268A 

<140> 
<141> 

<160> 9 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 1525 
<212> DNA 
<213> Mus sp. 

<220> 
<221> CDS 

<222> (256) . . (1404) 
<400> 1 

gaattcggca cgagggagag gaggagggaa agatagaaag agagagagaa agattgcttg 60 

ctacccctga acagtgacct ctctcaagac agtgctttgc tcttcacgta taaggaagga 120 

aaacagtaga gattcaattt agtgtctaat gtggaaagga ggacaaagag gtcttgtgat 180 

aactgcctgt gataatacat ttcttgagaa accatattat tgagtagagc tttcagcaca 240 

ctaaatcctg gagaa atg get ttt gtg cat ate aga tgc ttg tgt ttc att 291 
Met Ala Phe Val His lie Arg Cys Leu Cys Phe lie 
15 10 

ctt ctt tgt aca ata act ggc tat tct ttg gag ata aaa gtt aat cct 33 9 
Leu Leu Cys Thr lie Thr Gly Tyr Ser Leu Glu lie Lys Val Asn Pro 
15 20 25 

cct cag gat ttt gaa ata ttg gat cct gga tta ctt ggt tat etc tat 387 
Pro Gin Asp Phe Glu lie Leu Asp Pro Gly Leu Leu Gly Tyr Leu Tyr 
30 35 40 

ttg caa tgg aaa cct cct gtg gtt ata gaa aaa ttt aag ggc tgt aca 43 5 
Leu Gin Trp Lys Pro Pro Val Val lie Glu Lys Phe Lys Gly Cys Thr 
45 50 55 60 

eta gaa tat gag tta aaa tac cga aat gtt gat age gac age tgg aag 48 3 
Leu Glu Tyr Glu Leu Lys Tyr Arg Asn Val Asp Ser Asp Ser Trp Lys 
65 70 75 



act ata att act agg aat eta att tac aag gat ggg ttt gat ctt aat 531 
Thr lie lie Thr Arg Asn Leu lie Tyr Lys Asp Gly Phe Asp Leu Asn 
80 85 90 

aaa ggc att gaa gga aag ata cgt acg cat ttg tea gag rat tgt aca 579 
Lys Gly lie Glu Gly Lys lie Arg Thr His Leu Ser Glu His Cys Thr 
95 100 105 

aat gga tea gaa gta caa agt cca tgg ata gaa get tct tat ggg ata 627 
Asn Gly Ser Glu Val Gin Ser Pro Trp lie Glu Ala Ser Tyr Gly lie 
110 115 120 

tea gat gaa gga agt ttg gaa act aaa att cag gac atg aag tgt ata 675 
Ser Asp Glu Gly Ser Leu Glu Thr Lys lie Gin Asp Met Lys Cys lie 
125 130 135 140 

tat tat aac tgg cag tat ttg gtc tgc tct tgg aaa cct ggc aag aca 723 
Tyr Tyr Asn Trp Gin Tyr Leu Val Cys Ser Trp Lys Pro Gly Lys Thr 
145 150 155 

gta tat tct gat ace aac tat ace atg ttt ttc tgg -at gag ggc ttg 771 
Val Tyr Ser Asp Thr Asn Tyr Thr Met Phe Phe Trp Tyr Glu Gly Leu 
160 165 170 



gat cat gec tta cag tgt get gat tac etc cag cat gat gaa aaa aat 
Asp His Ala Leu Gin Cys Ala Asp Tyr Leu Gin His Asp Glu Lys Asn 
175 180 185 



819 



gtt gga tgc aaa ctg tec aac ttg gac tea tea gac tat aaa gat ttt 867 
Val Gly Cys Lys Leu Ser Asn Leu Asp Ser Ser Asp Tyr Lys Asp Phe 
190 195 200 

ttt ate tgt gtt aat gga tct tea aag ttg gaa ccc ate aga tec age 915 
Phe lie Cys Val Asn Gly Ser Ser Lys Leu Glu Pro lie Arg Ser Ser 
205 1 210 215 220 

tat aca gtt ttt caa ctt caa aat ata gtt aaa cca ttg cca cca gaa 963 
Tyr Thr Val Phe Gin Leu Gin Asn lie Val Lys Pro Leu Pro Pro Glu 
225 230 235 

ttc ctt cat att agt gtg gag aat tec att gat att aga atg aaa tgg 1011 
Phe Leu His lie Ser Val Glu Asn Ser lie Asp lie Arg Met Lys Trp 
240 245 250 

age aca cct gga gga ccc att cca cca agg tgt tac act tat gaa att 1059 
Ser Thr Pro Gly Gly Pro lie Pro Pro Arg Cys Tyr Thr Tyr Glu lie 
255 260 265 

gtg ate cga gaa gac gat att tec tgg gag tct gee aca gac aaa aac 1107 
Val lie Arg Glu Asp Asp lie Ser Trp Glu Ser Ala Thr Asp Lys Asn 
270 275 280 

gat atg aag ttg aag agg aga gca aat gaa agt gaa gac eta tgc ttt 1155 
Asp Met Lys Leu Lys Arg Arg Ala Asn Glu Ser Glu Asp Leu Cys Phe 
285 290 295 300 

ttt gta aga tgt aag gtc aat ata tat tgt gca gat gat gga att tgg 1203 
Phe Val Arg Cys Lys Val Asn lie Tyr Cys Ala Asp Asp Gly lie Trp 
305 310 315 



2 



age gaa tgg agt gaa gag gaa tgt tgg gaa ggt tac aca ggg cca gac 
Ser Glu Trp Ser Glu Glu Glu Cys Trp Glu Gly Tyr Thr Gly Pro Asp 
320 325 330 



1251 



tea aag att att ttc ata gta cca gtt tgt ctt ttc ttt ata ttc ctt 1299 
Ser Lys lie lie Phe lie Val Pro Val Cys Leu Phe Phe lie Phe Leu 
335 340 345 

ttg tta ctt ctt tgc ctt att gtg gag aag gaa gaa cct gaa ccc aca 1347 
Leu Leu Leu Leu Cys Leu He Val Glu Lys Glu Glu Pro Glu Pro Thr 
350 355 360 

ttg age etc cat gtg gat ctg aac aaa gaa gtg tgt get tat gaa gat 1395 
Leu Ser Leu His Val Asp Leu Asn Lys Glu Val Cys Ala Tyr Glu Asp 
365 370 375 380 

ace etc tgt taaaccacca atttcttgac atagagecag ccagcaggag 1444 
Thr Leu Cys 

tcatattaaa ctcaatttct cttaaaattt cgaatacatc ttcttgaaaa tccaaaaaaa 1504 
aaaaaaaaaa aaaaactcga g 152 5 



<210> 2 
<211> 383 
<212> PRT 
<213> Mus sp. 

<400> 2 

Met Ala Phe Val His He Arg Cys Leu Cys Phe He Leu Leu Cys Thr 
15 10 15 

He Thr Gly Tyr Ser Leu Glu He Lys Val Asn Pro Pro Gin Asp Phe 
20 25 30 

Glu He Leu Asp Pro Gly Leu Leu Gly Tyr Leu Tyr Leu Gin Trp Lys 
35 40 45 

Pro Pro Val Val He Glu Lys Phe Lys Gly Cys Thr Leu Glu Tyr Glu 
50 55 60 

Leu Lys Tyr Arg Asn Val Asp Ser Asp Ser Trp Lys Thr He He Thr 
65 70 75 80 

Arg Asn Leu He Tyr Lys Asp Gly Phe Asp Leu Asn Lys Gly He Glu 
85 90 95 

Gly Lys He Arg Thr His Leu Ser Glu His Cys Thr Asn Gly Ser Glu 
100 105 110 

Val Gin Ser Pro Trp He Glu Ala Ser Tyr Gly He Ser Asp Glu Gly 
115 120 125 

Ser Leu Glu Thr Lys He Gin Asp Met Lys Cys He Tyr Tyr Asn Trp 
130 135 140 

Gin Tyr Leu Val Cys Ser Trp Lys Pro Gly Lys Thr Val Tyr Ser Asp 
145 150 155 160 



3 



Thr Asn Tyr Thr Met 
165 

Gin Cys Ala Asp Tyr 
180 

Leu Ser Asn Leu Asp 
195 

Asn Gly Ser Ser Lys 
210 

Gin Leu Gin Asn lie 
225 

Ser Val Glu Asn Ser 
245 

Gly Pro lie Pro Pro 
260 

Asp Asp lie Ser Trp 

275 

Lys Arg Arg Ala Asn 
290 

Lys Val Asn He Tyr 
305 

Glu Glu Glu Cys Trp 
325 

Phe He Val Pro Val 
340 

Cys Leu He Val Glu 
355 

Val Asp Leu Asn Lys 
370 



Phe Phe Trp Tyr Glu 
170 

Leu Gin His Asp Glu 
185 

Ser Ser Asp Tyr Lys 
200 

Leu Glu Pro He Arg 
215 

Val Lys Pro Leu Pro 
230 

He Asp He Arg Met 
250 

Arg Cys Tyr Thr Tyr 
265 

Glu Ser Ala Thr Asp 
280 

Glu Ser Glu Asp Leu 
295 

Cys Ala Asp Asp Gly 
310 

Glu Gly Tyr Thr Gly 
330 

Cys Leu Phe Phe He 
345 

Lys Glu Glu Pro Glu 
360 

Glu Val Cys Ala Tyr 
375 



Gly Leu Asp His Ala Leu 
175 

Lys Asn Val Gly Cys Lys 
190 

Asp Phe Phe He Cys Val 
205 

Ser Ser Tyr Thr Val Phe 
220 

Pro Glu Phe Leu His He 
235 240 

Lys Trp Ser Thr Pro Gly 
255 

Glu He Val He Arg Glu 
270 

Lys Asn Asp Met Lys Leu 
285 

Cys Phe Phe Val Arg Cys 
300 

He Trp Ser Glu Trp Ser 
315 320 

Pro Asp Ser Lys He He 
335 

Phe Leu Leu Leu Leu Leu 
350 

Pro Thr Leu Ser Leu His 
365 

Glu Asp Thr Leu Cys 
380 



<210> 3 

<211> 1369 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (103) . . (1245) 
<400> 3 

ggatccgcgc ggatgaaggc tatttgaagt cgccataacc tggtcagaag tgtgcctgtc 60 

ggcggggaga gaggcaatat caaggtttta aatctcggag aa atg get ttc gtt 114 

Met Ala Phe Val 
1 

tgc ttg get ate gga tgc tta tat acc ttt ctg ata age aca aca ttt 162 



4 



Cys Leu Ala He Gly Cys.Leu Tyr Thr Phe Leu He Ser Thr Thr Phe 
5 10 15 20 

ggc tgt act tea tct tea gac acc gag ata aaa gtt aac cct cct cag 210 
Gly Cys Thr Ser Ser Ser Asp Thr Glu He Lys Val Asn Pro Pro Gin 
25 30 35 

gat ttt gag ata gtg gat ccc gga tac tta ggt tat etc tat ttg caa 258 
Asp Phe Glu He Val Asp Pro Gly Tyr Leu Gly Tyr Leu Tyr Leu Gin 
40 45 50 

tgg caa ccc cca ctg tct ctg gat cat ttt aag gaa tgc aca gtg gaa 306 
Trp Gin Pro Pro Leu Ser Leu Asp His Phe Lys Glu Cys Thr Val Glu 
55 60 65 

tat gaa eta aaa tac cga aac att ggt agt gaa aca tgg aag acc ate 3 54 
Tyr Glu Leu Lys Tyr Arg Asn He Gly Ser Glu Thr Trp Lys Thr He 
70 75 80 

att act aag aat eta cat tac aaa gat ggg ttt gat ctt aac aag ggc 402 
He Thr Lys Asn Leu His Tyr Lys Asp Gly Phe Asp Leu Asn Lys Gly 
85 90 95 100 

att gaa gcg aag ata cac acg ctt tta cca tgg caa tgc aca aat gga 450 
He Glu Ala Lys He His Thr Leu Leu Pro Trp Gin Cys Thr Asn Gly 
105 110 115 

tea gaa gtt caa agt tec tgg gca gaa act act tat tgg ata tea cca 498 
Ser Glu Val Gin Ser Ser Trp Ala Glu Thr Thr Tyr Trp He Ser Pro 
120 125 130 

caa gga att cca gaa act aaa gtt cag gat atg gat tgc gta tat tac 546 
Gin Gly He Pro Glu Thr Lys Val Gin Asp Met Asp Cys Val Tyr Tyr 
135 140 145 

aat tgg caa tat tta etc tgt tct tgg aaa cct ggc ata ggt gta ctt 594. 
Asn Trp Gin Tyr Leu Leu Cys Ser Trp Lys Pro Gly He Gly Val Leu 
150 155 160 

ctt gat acc aat tac aac ttg ttt tac tgg tat gag ggc ttg gat cat 642 
Leu Asp Thr Asn Tyr ^sn Leu Phe Tyr Trp Tyr Glu Gly Leu Asp His 
165 170 175 180 

gca tta cag tgt gtt gat tac ate aag get gat gga caa aat ata gga 690 
Ala Leu Gin Cys Val Asp Tyr He Lys Ala Asp Gly Gin Asn He Gly 
185 190 195 

tgc aga ttt ccc tat ttg gag gca tea gac tat aaa gat ttc tat att 738 
Cys Arg Phe Pro Tyr Leu Glu Ala Ser Asp Tyr Lys Asp Phe Tyr He 
200 205 210 

tgt gtt aat gga tea tea gag aac aag cct ate aga tec agt tat ttc 786 
Cys Val Asn Gly Ser Ser Glu Asn Lys Pro He Arg Ser Ser Tyr Phe 
215 220 225 

act ttt cag ctt caa aat ata gtt aaa cct ttg ccg cca gtc tat ctt 834 
Thr Phe Gin Leu Gin Asn He Val Lys Pro Leu Pro Pro Val Tyr Leu 
230 235 240 

act ttt act egg gag agt tea tgt gaa att aag ctg aaa tgg age ata 882 



5 



Thr Phe Thr Arg Glu Ser Ser Cys Glu He Lys Leu Lys Trp Ser He 
245 250 255 260 



cct ttg gga cct att cca gca agg tgt ttt gat tat gaa att gag ate 930 
Pro Leu Gly Pro lie Pro Ala Arg Cys Phe Asp Tyr Glu He Glu He 
265 270 275 

aga gaa gat gat act acc ttg gtg act get aca gtt gaa aat gaa aca 978 
Arg Glu Asp Asp Thr Thr Leu Val Thr Ala Thr Val Glu Asn Glu Thr 
280 285 290 

tac acc ttg aaa aca aca aat gaa acc cga caa tta tgc ttt gta gta 102 6 
Tyr Thr Leu Lys Thr Thr Asn Glu Thr Arg Gin Leu Cys Phe Val Val 
295 300 305 

aga age aaa gtg aat att tat tgc tea gat gac gga att tgg agt gag 1074 
Arg Ser Lys Val Asn He Tyr Cys Ser Asp Asp Gly He Trp Ser Glu 
310 315 320 

tgg agt gat aaa caa tgc tgg gaa ggt gaa gac eta teg aag aaa act 1122 
Trp Ser Asp Lys Gin Cys Trp Glu Gly Glu Asp Leu Ser Lys Lys Thr 
325 330 335 340 

ttg eta cgt ttc tgg eta cca ttt ggt ttc ate tta ata tta gtt ata 1170 
Leu Leu Arg Phe Trp Leu Pro Phe Gly Phe He Leu He Leu Val He 
345 350 355 

ttt gta acc ggt ctg ctt ttg cgt aag cca aac acc tac cca aaa atg 1218 
Phe Val Thr Gly Leu Leu Leu Arg Lys Pro Asn Thr Tyr Pro Lys Met 
360 365 370 

att cca gaa ttt ttc tgt gat aca tga agactttcca tatcaagaga 1265 
He Pro Glu Phe Phe Cys Asp Thr 
375 380 

catggtattg actcaacagt ttccagtcat ggccaaatgt tcaatatgag tctcaataaa 1325 

ctgaattttt ettgegaaaa aaaaaaaaaa aaatccgegg atcc 1369 



<210> 4 

<211> 380 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Ala Phe Val Cys Leu Ala He Gly Cys Leu Tyr Thr Phe Leu He 
15 10 15 

Ser Thr Thr Phe Gly Cys Thr Ser Ser Ser Asp Thr Glu He Lys Val 
20 25 30 

Asn Pro Pro Gin Asp Phe Glu He Val Asp Pro Gly Tyr Leu Gly Tyr 
35 40 45 

Leu Tyr Leu Gin Trp Gin Pro Pro Leu Ser Leu Asp His Phe Lys Glu 
50 55 60 

Cys Thr Val Glu Tyr Glu Leu Lys Tyr Arg Asn He Gly Ser Glu Thr 
65 70 75 80 



6 



Trp Lys Thr lie lie Thr Lys Asn Leu His Tyr Lys Asp Gly Phe Asp 
85 90 95 



Leu Asn Lys Gly lie Glu Ala Lys lie His Thr Leu Leu Pro Trp Gin 
100 105 110 

Cys Thr Asn Gly Ser Glu Val Gin Ser Ser Trp Ala Glu Thr Thr Tyr 
115 120 125 

Trp lie Ser Pro Gin Gly lie Pro Glu Thr Lys Val Gin Asp Met Asp 
130 ■ 135 140 

Cys Val Tyr Tyr Asn Trp Gin Tyr Leu Leu Cys Ser Trp Lys Pro Gly 
145 150 155 160 

lie Gly Val Leu Leu Asp Thr Asn Tyr Asn Leu Phe Tyr Trp Tyr Glu 
165 170 175 

Gly Leu Asp His Ala Leu Gin Cys Val Asp Tyr lie Lys Ala Asp Gly 
180 185 190 

Gin Asn lie Gly Cys Arg Phe Pro Tyr Leu Glu Ala Ser Asp Tyr Lys 
195 200 205 

Asp Phe Tyr lie Cys Val Asn Gly Ser Ser Glu Asn Lys Pro lie Arg 
210 215 220 

Ser Ser Tyr Phe Thr Phe Gin Leu Gin Asn lie Val Lys Pro Leu Pro 
225 230 235 240 

Pro Val Tyr Leu Thr Phe Thr Arg Glu Ser Ser Cys Glu lie Lys Leu 
245 250 255 

Lys Trp Ser lie Pro Leu Gly Pro lie Pro Ala Arg Cys Phe Asp Tyr 
260 265 270 

Glu lie Glu lie Arg Glu Asp Asp Thr Thr Leu Val Thr Ala Thr Val 
275 280 285 

Glu Asn Glu Thr Tyr Thr Leu Lys Thr Thr Asn Glu Thr Arg Gin Leu 
290 295 300 

Cys Phe Val Val Arg Ser Lys Val Asn lie Tyr Cys Ser Asp Asp Gly 
305 310 315 320 

lie Trp Ser Glu Trp Ser Asp Lys Gin Cys Trp Glu Gly Glu Asp Leu 
325 330 335 

Ser Lys Lys Thr Leu Leu Arg Phe Trp Leu Pro Phe Gly Phe lie Leu 
340 345 350 

lie Leu Val lie Phe Val Thr Gly Leu Leu Leu Arg Lys Pro Asn Thr 
355 360 365 

Tyr Pro Lys Met lie Pro Glu Phe Phe Cys Asp Thr 
370 375 380 



<210> 5 



7 



<211> 17 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 5 

ksrctccabk. crctcca 



<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 6 

atagttaaac cattgccacc 

<210> 7 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 7 

ctccattcgc tccaaattcc 

<210> 8 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 8 

agtctatctt acttttactc g 



<210> 9 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 9 

catctgagca ataaatattc ac 



